filling these knowledge gaps is required for understanding differences in virulence among ASFV strains (Blome et al., 2013) . Comparison of genome sequences between strains of different virulence may be a valuable tool to understand such issues. At present, only the complete genome sequence of the ASFV Georgia 2007/1 isolate is available (Chapman et al., 2011) . No complete genome sequences of viruses responsible for the Eastern European ASF outbreaks have been reported. In this study, we describe the complete genome sequence of the recent Eastern European ASFV POL/2015/Podlaskie (the isolate is described in Olesen et al. (2017) ).
The ASFV POL/2015/Podlaskie sequence was determined using blood from a domestic pig experimentally infected with this virus isolate; this was derived from spleen material collected from an ASFV-infected wild boar in Podlaskie voivodeship (province) in February 2015 (Olesen et al., 2017) .
For the experimental infection, virus was isolated from spleen material by two passages in porcine pulmonary alveolar macrophages. Following virus inoculation, EDTA-stabilized blood was obtained from the pig (no. 23) at euthanasia, eight days later, following an acute rapid disease progression characterized by fever, incoordination, diarrhea and viremia (Olesen et al., 2017) . Within 12 hours of collection of the blood sample, erythrocytes were separated from mononuclear cells and the plasma fraction of the blood using LymphoPrep TM density gradient medium (STEMCELL TM Technologies). Viral DNA was extracted from the erythrocyte-enriched sample (9.5 log10 virus genome copies/mL sample) on a MagNA Pure 96 system (Olesen et al., 2017) . DNA libraries were generated using the extracted DNA with the Nextera XT DNA library preparation kit and sequenced on a MiSeq with Reagent Kit v3 600 bp (Illumina Inc.). The complete ASFV genome was determined by de novo assembly and iterative mapping using CLC Genomics Workbench (QIAGEN). PCR products were prepared and sequenced using Sanger and MiSeq methodologies to confirm parts of the sequence representing ca. 35kb of the genome. The PCR products were amplified from DNA extracted from the blood of pig 23, but also The complete genome sequence of ASFV POL/2015/Podlaskie (189393 bp, GenBank accession number MH681419) was obtained from a reference-based alignment consisting of 113246 mapped reads (0.84 % of 13489946 total reads) with an average coverage of 103 reads per nt using blood from pig 23. In addition, an identical consensus sequence, with a coverage of 159 reads per nt, was assembled from 253045 mapped reads combined from this pig and ten other pigs infected with the same inoculum (as described in Olesen et al. (2017)) using the same approach.
Comparison to the ASFV Georgia 2007/1 sequence revealed just 95 nt differences (thus 99.95 % identity) (Table 1) . Of note, were a 3 bp deletion leading to loss of the terminal glycine codon in the MFG_110-14L open reading frame (ORF), and a deletion of a stretch of 6 Gs within the ORF of the ASFV_G_ACD-00350 gene resulting in the loss of two glycine codons. The effect on protein functions resulting from these deletions is unknown. Furthermore, four non-synonymous mutations were observed at: nt 62197 in the gene F1055L (Glu to Val), nt 155895 in the H240R gene (Arg to His), nt 166066 in the gene E199L (Gly to Arg), and nt 181965 in the gene I9R (Lys to Glu). Eleven other SNPs were observed, these were synonymous or situated in non-coding regions, including heterogeneity at nt 189223 (G/A), nt 189226 (A/G) and nt 189253 (C/G) ( Table 1 ).
The remaining differences were 1-2 nt indels in homopolymeric regions, predominantly within intergenic regions, but 17 of these indels were identified within coding regions (Table 1) . Some indels (17) were confirmed by sequencing of PCR products to rule out possible homopolymer artefacts. Most of these indels (14 out of 17) were also observed in DNA extracted from the spleen material collected from the
pig experimentally infected with a 2007 Georgian isolate (Nielsen and Uttenthal, 2013) (Table 1) . This indicates that different variants of the ASFV Georgia 2007/1 sequence exist; these should be investigated further.
The complete genome sequence of the ASFV/Pol/2015/Podlaskie obtained from an experimentally infected pig should assist further studies on the genetic diversity and the evolution of the European ASFVs. Importantly, the use of whole-genome sequencing of viruses directly from blood-derived nucleic acid samples should minimize bias introduced by steps such as virus isolation and PCR amplification prior to sequencing.
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